A total of 85 Chinese-origin silkworm strains preserved in Korea were genotyped for eight polymorphic microsatellite loci. We obtained per-locus number of alleles, ranging from 5 to 14 with an average value of 9.5, perlocus observed heterozygosity, ranging from 0.07 to 0.99, and per-locus polymorphic information content (PIC), ranging from 0.34 to 0.82, indicating that some loci are highly variable. Phylogenetic analysis with the eight concatenated microsatellite loci showed no clustering on the basis of known strain characteristics. A total of 22 strain-specific apomorphic alleles, which discriminate 19 among 85 silkworm strains were obtained from eight loci. These strain-specific alleles, thus, can casually be utilized for the discrimination of applicable strains without any further typing of other loci. Furthermore, a substantial number of homozygote strains, represented by 27 among 76 alleles in eight loci were found. These results collectively suggest that the silkworm microsatellite DNA is actually and potentially important molecular markers for the eventual discrimination of silkworm strains that are preserved as hundreds in Korea.
Introduction
Silkworm strains are mainly defined by genetics, but also divided based on their geographic origin. Different climates and regional environment produce silkworm strains that possess different types of characteristics, due mainly by geographical isolation and local adaptation to a given environment. Consequently, one of the ways to classify world silkworm strains is geographic origin-based one, namely Japanese strain, Chinese strain, European strain, Tropical strain, and also Korean strain.
In Korea, approximately 85 China-originated strains are under conservation in the government institute, National Academy of Agricultural Science (NAAC; http:// www.naas.go.kr/) and also in local government facilities. These strains are under continuous annual rearing to prevent genetic deterioration and maintain strain-specific characteristics. Due mainly to long inbreeding these silkworm strains possess relatively low level of genetic diversity compared to other insect species found in nature, except for the genes encoding for strain-specific characteristics, such as larval/cocoon color, larval marking, cocoon shape, voltinism, moltinism and so on (Kang et al., 2009) . However, these characteristics overlap substantially among strains, and the genes encoding for strain-specific characteristics are mostly polygene that have not well been characterized. Thus, discrimination of the silkworm strains on the basis of these characteristics may not be successful. Nevertheless, an enrichment of potential molecular markers for the discrimination of the silkworm strains is urgent for long-term conservation purpose.
The China-originated strains generally have characteristic features, such as a heavy feeding, a fast and uniform larval growth, possession of plain larval marking in general, insensitivity to high temperature and muscardine (Lim et al., 1996) . Cocoon shapes are diverse in that some strains are oval (elliptical), spherical, or spindle (Lim et 
